MicroRNAs (miRNAs) are tiny, non-coding and regulatory RNAs approximately 21 nucleotides in length.
Materials and Methods

Retrieval of miRNAs Through Similarity Search
The similar approach as adopted previously 
Prediction of Fabaceae miRNA Targets
To predict the Fabaceae miRNAs targets, we used the NCBI blastn program 
Characterization of the Fabaceae miRNAs
The Table #1 characterizes 
140
Fabaceae pre-miRNAs were subjected through BLAST against the protein database at NCBI using blastx and found no homology with known proteins.
This result has confirmed our identified pre-miRNAs as strong candidates in Fabaceae. These findings are in agreement with the repeated works [18, 11, 28, 29].
Sequence and Structural Features Filter
It is an important step to ensure the pre-miRNAs from false positives. The filter is composed of four indices, namely GC content, core mfe, hairpin mfe and the ratio of core mfe to hairpin mfe (ch_ratio) (Barozai et al., 2008) . As shown in (Table # 2 [19] and Barozai et al. [11] .
Conservation and Phylogenetic Analysis of
Fabaceae miRNAs
The conservation and phylogenetic analysis were made among the novel identified Fabaceae miRNAs with Arabidopsis lyrata (aly) and Brassica rapa (bra)
and Triticum aestivum (tae) (monocotyledonous). 
The Fabaceae miRNAs Putative Targets
The conserved nature of miRNAs in different organisms suggests their conserved function [7] .
Total 61 targets were predicted for the 29 novel
Fabaceae miRNAs, using a combination of BLAST and RNA-Hybrid algorithms ( 
Conclusions
In current research work we adopted the similarity , is done with the help of Clustalw and cladogram tree was generated using neighbor joining clustering method. The Phylogenetic tree showed that on the basis of pre-miRNA sequences, the Fabaceae (Lotus japonicus, lja) is more closed to Triticum aestivum (tae), Brachypodium distachyon (bdi), Brassica rapa (bra) and Arabidopsis lyrata (aly).
